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SEQUENCE LISTING 



<110> Beraud, Christophe 

< 120 > Navel motor proteins and methods for 
their use 

<130> 1044 

<140> US 09/597,292 

< 141 > 2000-06-20 

<150> US 09/295,612 
<151> 1999-04-20 

<160> 8 

< 170 > FastSEQ for Windows Version 4.0 

<210> 1 
<211> 1115 
<212> ONA 
<213> Human 

<400> 1 

atgcagccgc gggcggctcg acgcagcaga ggcgacgcga gatggcggca gcttcagcgg 60 
cggcgatctc aggagctggt cgctgtcggc taagcaagat tggagctact cgtcgtccac 1 20 
ctccagctcg cgtaagggtg gctgtgcgac tgcggccatt tgtggatgga acagcgggag 1 80 
caagtgatcc cccctgtgtg cggggcatgg acagctgctc tctagagatt gctaactgga 240 
ggaaccacca ggagactctc aaataccagt ttgatgcctt ctatggggag aggagtactc 300 
agcaggacat ctatgcaggt tcagtgcagc ccatcctaag gcacttgctg gaagggcaga 360 
atgccagtgt gcttgcctat ggacccacag gagctgggaa gacgcacaca atgctgggca 420 
gcccagagca acctggggtg atcccgcggg ctctcatgga cctcctgcag ctcacaaggg 480 
aggagggtgc cgagggccgg ccatgggccc tttctgtcac catgtcttac ctagagatct 540 
accaggagaa ggtattagac ctcctggacc ctgcttcggg agacctggta atccgagaag 600 
actgccgggg gaatatcctg attccgggtc tctcccagaa gcccatcagt agctttgctg 660 
attttgagcg gcacttcctg ccagccagtc gaaatcggac tgtaggagcc acccggctca 720 
accagcgctc ctcccgcagt catgctgtgc tcctggtcaa ggtggaccag cgggaacgtt 780 
tggccccatt tcgccagcga gagggaaaac tctacctgat tgacttggct gggtcagagg 840 
acaaccggcg cacaggcaac aagggccttc ggctaaaaga gagtggagcc atcaacacct 900 
ccctgtttgt cctgggcaaa gtggtagatg cgctgaatca gggcctccct cgtgtacctt 960 
atcgggacag caagctcact cgcctattgc aggactctct gggtggctca gcccacagta 1020 
tccttattgc caaca ttgcc cctgagagac gcttctacct agacacagtc tccgcactca 1 080 
actttgctgc caggtccaag gaggtgatca attga 1115 

<210> 2 

< 21 1 > 370 
<212> PRT 
<213> Human 

<400> 2 

Met Ala Ala GJy Gly Ser Thr Gin Gin Arg Arg Arg Glu Met Ala Ala 
1 5 10 15 

Ala Ser Ala Ala Ala lla Ser Gly Ala Gly Arg Cys Arg Leu Ser Lys 



20 25 30 

lie Gly Ala Thr Arg Arg Pro Pro Pro Ala Arg Val Arg Val Ala Val 

35 40 45 

Arg leu Arg Pro Phe Val Asp Gly Thr Ala Gly Ala Ser Asp Pro Pro 

50 55 60 

Cys Val Arg Gly Met Asp Ser Cys Ser Leu GIu Ha Ala Asn Trp Arg 
65 70 75 80 

Asn His Gin Glu Thr Leu Lys Tyr Gin Phe Asp Ala Phe Tyr Gly GIu 

85 90 95 

Arg Ser Thr Gin Gin Asp He Tyr Ala Gly Ser Val Gin Pro lie Leu 

100 105 110 

Arg His Leu Leu GIu Gly Gin Asn Ala Ser Val Leu Ala Tyr Gly Pro 

115 120 125 

Thr Gly Ala Gly Lys Thr His Thr Met Leu Gly Ser Pro GIu Gin Pro 

130 135 140 

Gly Val He Pro Arg Ala Leu Met Asp Leu Leu Gin Leu Thr Arg GIu 
145 150 155 160 

GIu Gly Ala GIu Gly Arg Pro Trp Ala Leu Ser Val Thr Met Ser Tyr 

165 170 175 

Leu GIu He Tyr Gin GIu Lys Val Leu Asp Leu Leu Asp Pro Ala Ser 

180 185 190 

Gly Asp Leu Val lie Arg GIu Asp Cys Arg Gly Asn He Leu He Pro 

195 200 205 

Gly Leu Ser Gin Lys Pro He Ser Ser Phe Ala Asp Phe GIu Arg His 

210 215 220 

Phe Leu Pro Ala Ser Arg Asn Arg Thr Val Gly Ala Thr Arg Leu Asn 
225 230 235 240 

Gin Arg Ser Ser Arg Ser His Ala Val Leu Leu Val Lys Val Asp Gin 

245 250 255 

Arg GIu Arg Leu Ala Pro Phe Arg Gin Arg GIu Gly Lys Leu Tyr Leu 

260 265 270 

He Asp Leu Ala Gly Ser GIu Asp Asn Arg Arg Thr Gly Asn Lys Gly 

275 280 285 

Leu Arg Leu Lys GIu Ser Gly Ala He Asn Thr Ser Leu Phe Val Leu 

290 295 300 

Gly Lys Val Val Asp Ala Leu Asn Gin Gly Leu Pro Arg Val Pro Tyr 
305 310 315 * 320 

Arg Asp Ser Lys Leu Thr Arg Leu Leu Gin Asp Ser Leu Gly Gly Ser 

325 330 335 

Ala His Ser He Leu He Ala Asn He Ala Pro Glu Arg Arg Phe Tyr 

340 345 350 

Leu Asp Thr Val Ser Ala Leu Asn Phe Ala Ala Arg Ser Lys Glu Va! 

355 360 365 

He Asn 
370 

<210>3 
<211> 1538 
<212> ONA 
<213> Human 

<4O0> 3 

atgcagccgc gggcggctcg acgcagcaga ggcgacgcga gatggcggca gcttcagcgg 60 
cggcgatctc aggagctggt cgctgtcggc taagcaagat tggagctact cgtcgtccac 1 20 
ctccagctcg cgtaagggtg gctgtgcgac tgcggccatt tgtggatgga acagcgggag 1 80 



caagtgatcc cccctgtgtg cggggcatgg acagctgctc tctagagatt gctaactgga 240 
ggaaccacca ggagactctc aaataccagt ttgatgcctt ctatggggag aggagtactc 300 
agcaggacat ctatgcaggt tcagtgcagc ccatcctaag gcacttgctg gaagggcaga 360 
atgccagtgt gcttgcctat ggacccacag gagctgggaa gacgcacaca atgctgggca 420 
gcccagagca acctggggtg atcccgcggg ctctcatgga cctcctgcag ctcacaaggg 480 
aggagggtgc cgagggccgg ccatgggccc tttctgtcac catgtcttac ctagagatct 540 
accaggagaa ggtattagac ctcctggacc ctgcttcggg agacctggta atccgagaag BOO 
actgccgggg gaatatcctg attccgggtc tctcccagaa gcccatcagt agctttgctg 660 
attttgagcg gcacttcctg ccagccagtc gaaatcggac tgtaggagcc acccggctca 720 
accagcgctc ctcccgcagt catgctgtgc tcctggtcaa ggtggaccag cgggaacgtt 780 
tggccccatt tcgccagcga gagggaaaac tctacctgat tgacttggct gggtcagagg 840 
acaaccggcg cacaggcaac aagggccttc ggctaaaaga gagtggagcc atcaacacct 900 
ccctgtttgt cctgggcaaa gtggtagatg cgctgaatcagggcctccct cgtgtacctt 960 
atcgggacag caagctcact cgcctattgc aggactctct gggtggctca gcccacagta 1 020 
tccttattgc caacattgcc cctgagagac gcttctacct agacacagtc tccgcactca 1080 
actttgctgc caggtccaag gaggtgatca atcggccttt taccaatgag agcctgcagc 1 1 40 
ctcatgcctt gggacctgtt aagctgtctc agaaagaatt gcttggtcca ccagaggcaa 1 200 
agagagcccg aggccctgag gaagaggaga ttgggagccc tgagcccatg gcagctccag 1 260 
cctctgcctc ccagaaactc agccccctac agaagctaag cagcatggac ccggccatgc 1 320 
tggagcgcct cctcagcttg gaccgtctgc ttgcctccca ggggagccag ggggcccctc 1380 
tgttgagtac cccaaagcga gagcggatgg tgctaatgaa gacagtagaa gagaaggacc 1 440 
tagagattga gaggcttaag acgaagcaaa aagaactgga ggccaagatg ttggcccaga 1 500 
aggctgagga aaaggagaac cattgtccca caatgtga 1 538 

<210>4 
<211>512 
<212> PRT 
<213> Human 

<400>4 

Met Pro Ala Ala Gly Gly Ser Thr Gin Gin Arg Arg Arg Glu Mat AJa 
1 5 10 15 

Ala Ala Ser Ala Ala Ala He Ser Gly Ala Gly Arg Cys Arg Lau Ser 

20 25 30 

Lys He Gly Ala Thr Arg Arg Pro Pro Pro Ala Arg Val Arg Val Ala 

35 40 45 

Val Arg Leu Arg Pro Phe Val Asp Gly Thr Ala Gly Ala Ser Asp Pro 

50 55 60 

Pro Cys Val Arg Gly Met Asp Ser Cys Ser Leu Glu lie Ala Asn Trp 
65 70 75 80 

Arg Asn His Gin Glu Thr Lau Lys Tyr Gin Phe Asp Ala Phe Tyr Gly 

85 90 95 

Glu Arg Ser Thr Gin Gin Asp He Tyr Ala Gly Ser Val Gin Pro He 

100 105 110 

Leu Arg His Leu Leu Glu Gly Gin Asn Ala Ser Val Leu Ala Tyr Gly 

115 120 125 

Pro Thr Gly Ala Gly Lys Thr His Thr Mat Leu Gly Ser Pro Glu Gin 

130 135 140 

Pro Gly Val lie Pro Arg Ala Leu Met Asp Lau Leu Gin Leu Thr Arg 
145 150 155 160 

Glu Glu Gly Ala Glu Gly Arg Pro Trp Ala Leu Ser Val Thr Met Ser 

165 170 175 

Tyr Leu Glu He Tyr Gin Glu Lys Val Leu Asp Leu Leu Asp Pro Ala 

180 185 190 

Ser Gly Asp Leu Val lie Arg Glu Asp Cys Arg Gly Asn He Leu He 



* 195 200 205 

Pro Gly Leu Ser Gin Lys Pro lie Ser Ser Phe Ala Asp Phe Glu Arg 

210 215 220 

His Phe Leu Pro Ala Ser Ar g- Asn Arg Thr Val Gly Ala Thr Arg Leu 
225 230 235 . 240 

Asn Gin Arg Ser Ser Arg Ser His Ala Val Leu Leu Vai Lys Val Asp 

245 250 255 

Gin Arg Glu Arg Leu Ala Pro Phe Arg Gin Arg Glu Gly Lys Leu Tyr 

260 265 270 

Leu He Asp Leu Ala Gly Ser Glu Asp Asn Arg Arg Thr Gly Asn Lys 

275 280 285 

Gly Leu Arg Leu Lys Glu Ser Gly Ala He Asn Thr Ser Leu Phe Val 

290 295 300 

Leu Gly Lys Val Val Asp Ala Leu Asn Gin Gly Leu Pro Arg Val Pro 
305 310 315 320 

Tyr Arg Asp Ser Lys Leu Thr Arg Leu Leu Gin Asp Ser Leu Gly Gly 

325 330 335 

Ser Ala His Ser He Leu lie Ala Asn He Ala Pro Glu Arg Arg Phe 

340 345 350 

Tyr Leu Asp Thr Val Ser Ala Leu Asn Phe Ala Ala Arg Ser Lys Glu 

355 360 365 

Val lie Asn Arg Pro Phe Thr Asn Glu Ser Leu Gin Pro His Ala Leu 

370 375 380 

Gly Pro Val Lys Leu Ser Gin Lys Glu Leu Leu Gly Pro Pro Glu Ala 
385 390 395 400 

Lys Arg Ala Arg Gly Pro Glu Glu Glu Glu He Gly Ser Pro Glu Pro 

405 410 415 

Met Ala Ala Pro Ala Ser Ala Ser Gin Lys Leu Ser Pro Leu Gin Lys 

420 425 430 

Leu Ser Ser Met Asp Pro Ala Met Leu Glu Arg Leu Leu Ser Leu Asp 

435 440 445 

Arg Leu Leu Ala Ser Gin Gly Ser Gin Gly Ala Pro Leu Leu Ser Thr 

450 455 460 

Pro Lys Arg Glu Arg Met Val Leu Met Lys Thr Val Glu Glu Lys Asp 
465 470 475 480 

Leu Glu He Glu Arg Leu Lys Thr Lys Gin Lys Glu Leu Glu Ala Lys 

485 490 495 

Met Leu Ala Gin Lys Ala Glu Glu Lys Glu Asn His Cys Pro Thr Met 
500 505 510 

<210> 5 
<211>1041 
<212> ONA 
<213> Human 

<400 >5 

atgggtcgct gtcggctaag caagattgga gctactcgtc gtccacctcc agctcgcgta 60 
agggtggctg tgcgactgcg gccatttgtg gatggaacag cgggagcaag tgatcccccc 1 20 
tgtgtgcggg gcatggacag ctgctctcta gagattgcta actggaggaa ccaccaggag 180 
actctcaaat accagtttga tgccttctat ggggagagga gtactcagca ggacatctat 240 
gcaggttcag tgcagcccat cctaaggcac ttgctggaag ggcagaatgc cagtgtgctt 300 
gcctatggac ccacaggagc tgggaagacg cacacaatgc tgggcagccc agagcaacct 360 
ggggtgatcc cgcgggctct catggacctc ctgcagctca caagggagga gggtgccgag 420 
ggccggccat gggccctttc tgtcaccatg tcttacctag agatctacca ggagaaggta 480 
ttagacctcc tggaccctgc ttcgggagac ctggtaatcc gagaagactg ccgggggaat 540 



atcctgattc cgggtctctc ccagaagccc atcagtagct ttgctgattt tgagcggcac 600 
ttcctgccag ccagtcgaaa tcggactgta ggagccaccc ggctcaacca gcgctcctcc 660 
cgcagtcatg ctgtgctcct ggtcaaggtg gaccagcggg aacgtttggc cccatttcgc 720' 
cagcgagagg gaaaactcta cctgattgac ttggctgggt cagaggacaa ccggcgcaca 780 
ggcaacaagg gccttcggct aaaagagagt ggagccatca acacctccct gtttgtcctg 840 
ggcaaagtgg tagatgcgct gaatcagggc ctccctcgtg taccttatcg ggacagcaag 900 
ctcactcgcc tattgcagga ctctctgggt ggctcagccc acagtatcct tattgccaac 960 
attgcccctg agagacgctt ctacctagac acagtctccg cactcaactt tgctgccagg 1020 
tccaaggagg tgatcaattg a 104] 

<210>6 
<211> 346 
<212> PRT 
<213> Human 

<400 > 6 

Met Gly Arg Cys Arg lau Ser Lys lie Gly Ala Thr Arg Arg Pro Pro 
1 5 10 15 

Pro Ala Arg Val Arg Val Ala VaJ Arg Leu Arg Pro Phe Vai Asp Gly 

20 25 30 

Thr Ala Gly Ala Ser Asp Pro Pro Cys Val Arg Gly Met Asp Ser Cys 

35 40 45 

Ser Leu GIu lie Ala Asn Trp Arg Asn His Gin Glu Thr Leu Lys Tyr 

50 55 . 60 

Gin Phe Asp Ala Phe Tyr Gly Glu Arg Ser Thr Gin Gin Asp lie Tyr 
65 70 75 80 

Ala Gly Ser Val Gin Pro He Leu Arg His Leu Leu Glu Gly Gin Asn 

85 90 95 

Ala Ser Val Leu Ala Tyr Gly Pro Thr Gly Ala Gly Lys Thr His Thr 

100 105 110 

Met Leu Gly Ser Pro Giu Gin Pro Gly Val He Pro Arg Ala Leu Met 

115 120 125 

Asp Leu Leu Gin Leu Thr Arg Glu Glu Gly Ala Glu Gly Arg Pro Trp 

130 135 140 

Ala Leu Ser VaJ Thr Met Ser Tyr Leu Glu lie Tyr Gin Glu Lys Val 
145 150 155 160 

Leu Asp Leu Leu Asp Pro Ala Ser Gly Asp Leu VaJ lie Arg Glu Asp 

165 170 175 

Cys Arg Gly Asn lie Leu lie Pro Gly Leu Ser Gin Lys Pro He Ser 

180 185 190 

Ser Phe Ala Asp Phe Glu Arg His Phe Leu Pro Ala Ser Arg Asn Arg 

195 200 205 

Thr Val Gly Ala Thr Arg Leu Asn Gin Arg Ser Ser Arg Ser His Ala 

210 215 220 

VaJ Leu Leu Val Lys VaJ Asp Gin Arg Giu Arg Leu Ala Pro Phe Arg 
225 230 235 240 

Gin Arg Glu Gly Lys Leu Tyr Leu lie Asp Leu Ala Gly Ser Glu Asp 

245 250 255 

Asn Arg Arg Thr Gly Asn Lys Gly Leu Arg Leu Lys Glu Ser Gly Ala 

260 265 270 

He Asn Thr Ser Leu Phe VaJ Lau Gly Lys Vai Val Asp Ala Leu Asn 

275 280 285 

Gin Gly Leu Pro Arg Val Pro Tyr Arg Asp Ser Lys Leu Thr Arg Leu 

290 295 300 

Leu Gin Asp Ser Leu Gly Gly Ser Ala His Ser lie Leu lie Ala Asn 



305 310 315 320 

Ha Ala Pro Glu Arg Arg Phe Tyr Leu Asp Thr Vai Ser Ala Leu Asn 

325 330 335 

Phe Ala Ala Arg Ser Lys Glu Vai lie Asn 
340 345 

<210>7 . 
<211>1464 
<212>0NA 
<213> Human 

<400> 7 

atgggtcgct gtcggctaag caagattgga gctactcgtc gtccacctcc agctcgcgta 60 
agggtggctg tgcgactgcg gccatttgtg gatggaacag cgggagcaag tgatcccccc 1 20 
tgtgtgcggg gcatggacag ctgctctcta gagattgcta actggaggaa ccaccaggag 1 80 
actctcaaat accagtttga tgccttctat ggggagagga gtactcagca ggacatctat 240 
gcaggttcag tgcagcccat cctaaggcac ttgctggaag ggcagaatgc cagtgtgctt 300 
gcctatggac ccacaggagc tgggaagacg cacacaatgc tgggcagccc agagcaacct 360 
ggggtgatcc cgcgggctct catggacctc ctgcagctca caagggagga gggtgccgag 420 
ggccggccat gggccctttc tgtcaccatg tcttacctag agatctacca ggagaaggta 480 
ttagacctcc tggaccctgc ttcgggagac ctggtaatcc gagaagactg ccgggggaat 540 
atcctgattc cgggtctctc ccagaagccc atcagtagct ttgctgattt tgagcggcac 600 
ttcctgccag ccagtcgaaa tcggactgta ggagccaccc ggctcaacca gcgctcctcc 660 
cgcagtcatg ctgtgctcct ggtcaaggtg gaccagcggg aacgtttggc cccatttcgc 720 
cagcgagagg gaaaactcta cctgattgac ttggctgggt cagaggacaa ccggcgcaca 780 
ggcaacaagg gccttcggct aaaagagagt ggagccatca acacctccct gtttgtcctg 840 
ggcaaagtgg tagatgcgct gaatcagggc ctccctcgtg taccttatcg ggacagcaag 900 
ctcactcgcc tattgcagga ctctctgggt ggctcagccc acagtatcct tattgccaac 960 
attgcccctg agagacgctt ctacctagac acagtctccg cactcaactt tgctgccagg 1020 
tccaaggagg tgatcaatcg gccttttacc aatgagagcc tgcagcctca tgccttggga 1 080 
cctgttaagc tgtctcagaa agaattgctt ggtccaccag aggcaaagag agcccgaggc 1 140 
cctgaggaag aggagattgg gagccctgag cccatggcag ctccagcctc tgcctcccag 1200 
aaactcagcc ccctacagaa gctaagcagc atggacccgg ccatgctgga gcgcctcctc 1 260 
agcttggacc gtctgcttgc ctcccagggg agccaggggg cccctctgtt gagtacccca 1 320 
aagcgagagc ggatggtgct aatgaagaca gtagaagaga aggacctaga gattgagagg 1 380 
cttaagacga agcaaaaaga actggaggcc aagatgttgg cccagaaggc tgaggaaaag 1440 
gagaaccatt gtcccacaat gtga 1464 

<210> 8 
<211> 487 - 
<212> PRT 
<213> Human 

<4O0>8 

Met Gly Arg Cys Arg Leu Ser Lys lie Giy Ala Thr Arg Arg Pro Pro 
1 5 10 15 

Pro Ala Arg Vai Arg Vai Ala Vai Arg Leu Arg Pro Phe Vai Asp Gly 

20 25 30 

Thr Ala Gly Ala Ser Asp Pro Pro Cys Vai Arg Gly Met Asp Ser Cys 

35 40 45 

Ser Leu Glu lie Ala Asn Trp Arg Asn His Gin Glu Thr Leu Lys Tyr 

50 55 60 

Gin Phe Asp Ala Phe Tyr Gly Glu Arg Ser Thr Gin Gin Asp lie Tyr 
65 70 75 80 

Ala Gly Ser Vai Gin Pro lie Leu Arg His Leu Leu Glu Gly Gin Asn 



85 90 95 

Ala Ser Val Leu Ala Tyr Gly Pro Thr Gly Ala G!y Lys Thr His Thr 

100 105 HQ 

Met Leu Gly Ser Pro Glu Gin Pro Gly Val lie Pro Arg Ala Leu Met 

115 120 125. 

Asp Leu Leu Gin Leu Thr Arg Glu Glu Gly Ala Glu Gly Arg Pro Trp 

130 135 140 

Ala Leu Ser Val Thr Met Ser Tyr Leu Glu lie Tyr Gin Glu Lys Val 
145 150 155 160 

Leu Asp Leu Leu Asp Pro Ala Ser Gly Asp Leu Val He Arg Glu Asp 

165 170 175 

Cys Arg Gly Asn lie Leu He Pro Gly Leu Ser Gin Lys Pro lie Ser 

180 185 190 

Ser Phe Ala Asp Phe Glu Arg His Phe Leu Pro Ala Ser Arg Asn Arg 

195 200 205 

Thr Val Gly Ala Thr Arg Leu Asn Gin Arg Ser Ser Arg Ser His Ala 

210 215 220 

Val Leu Leu Val Lys Val Asp Gin Arg Glu Arg Leu Ala Pro Phe Arg 
225 230 235 240 

Gin Arg Glu Gly Lys Leu Tyr Leu lie Asp Leu Ala Gly Ser Glu Asp 

245 250 255 

Asn Arg Arg Thr Gly Asn Lys Gly Leu Arg Leu Lys Glu Ser Gly Ala 

260 265 270 

He Asn Thr Ser Leu Phe Val Leu Gly Lys Val Val Asp Ala Leu Asn 

275 280 285 

Gin Gly Leu Pro Arg Val Pro Tyr Arg Asp Ser Lys Leu Thr Arg Leu 

290 295 300 

Leu Gin Asp Ser Leu Gly Gly Ser Ala His Ser He Leu He Ala Asn 
305 310 315 320 

He Ala Pro Glu Arg Arg Phe Tyr Leu Asp Thr Val Ser Ala Leu Asn 

325 330 335 

Phe Ala Ala Arg Ser Lys Glu Val He Asn Arg Pro Phe Thr Asn Glu 

340 345 350 

Ser Leu Gin Pro His Ala Leu Gly Pro Val Lys Leu Ser Gin Lys Glu 

355 360 365 

Leu Leu Gly Pro Pro Glu Ala Lys Arg Ala Arg Gly Pro Glu Glu Glu 

370 375 380 

Glu lie Gly Ser Pro Glu Pro Met Ala Ala Pro Ala Ser Ala Ser Gin 
385 390 395 400 

Lys Leu Ser Pro Leu Gin Lys Leu Ser Ser Met Asp Pro Ala Met Leu 

405 410 415 

Glu Arg Leu Leu Ser Leu Asp Arg Leu Leu Ala Ser Gin Gly Ser Gin 

420 425 430 

Gly Ala Pro Leu Leu Ser Thr Pro Lys Arg Glu Arg Met Val Leu Met 

435 440 445 

Lys Thr Val Glu Glu Lys Asp Leu Glu He Glu Arg Leu Lys Thr Lys 

450 455 460 

Gin Lys Glu Lsu Glu Ala Lys Met Leu Ala Gin Lys Ala Glu Glu Lys 
465 470 475 480 

Glu Asn His Cys Pro Thr Met 
485 



-7- 



